Faso. Of 314 samples NTM grew in culture for 36 (11%). Most NTM were identified as MAC (20 isolates). In culture of samples from 4 of the remaining patients, M. sherrisii grew. We describe the epidemiologic and clinical characteristics of these 4 patients.
Three patients were male. All were born and lived in Burkina Faso and were HIV-negative; their ages ranged from 33 to 57 years. All had a history of having received 2 courses (categories I and II) of treatment for pulmonary TB. All were symptomatic, and their sputum samples were highly positive for acid-fast bacilli (1-10 cells/field; ZiehlNeelsen stain). One patient did not return for further evaluation after this early assessment; the 3 others underwent a chest radiograph that showed, for each, pulmonary lesions compatible with TB (Table) . The clinical specimens investigated in Milan were negative for M. tuberculosis complex by specific PCR (GenoType MTBDRplus, Hain Lifesciences, Nehren, Germany) and grew NTM in culture. The strains were identified as M. simiae with GenoType Mycobacterium CM/AS line probe assay (Hain Lifesciences), but because of the known cross-reactivity of the M. simiae-specific probe in this kit (3), the 16S rRNA gene was sequenced. All strains showed 100% identity to M. sherrisii strain NLA000800640 (GenBank accession no. EU883389), a strain previously isolated from a patient in Tanzania (4) .
On the basis of these findings, a treatment regimen that included clarithromycin was begun for the 3 patients, in addition to the anti-TB regimen with isoniazid, rifampin, and ethambutol. One patient was lost to follow-up during the first 2 months of treatment and the 2 others died. Further information was available for only 1 of those who died: he died of heart failure after 9 months of treatment. The pulmonary disease may well have been the cause; no autopsy was performed.
The presence of clear signs and symptoms compatible with pulmonary TB and the contemporary exclusion of M. tuberculosis, supported by the unresponsiveness to specific treatments and by the negative PCR results of strongly smear-positive sputum samples clearly fulfill the clinical criteria of the America Thoracic Society for NTM pulmonary disease (5 Table 1 , http://wwwnc.cdc.gov/EID/article/21/11/14-1809-Techapp1.pdf) were diagnosed in Europe or the United States, about half of the strains were isolated from patients in Africa. Because M. sherrisii infection probably is further underestimated by being misidentified as M. simiae infection by the commercially available line probe assays, the hypothesis that M. sherrisii infection is not so infrequent in the African setting seems therefore reasonable. In addition, the strategy recommended by World Health Organization and based on use of immunochromatographic tests (7), does not enable NTM identification. A leitmotiv of most M. sherrisii infections reported to date is HIV co-infection, which leads to dissemination of the mycobacterial disease.
This report, although it adds to the record of patients in Africa, does not support the association with HIV infection. Our findings are consistent with the view that the pathogenic potential of M. sherrisii is comparable to that of other well-known NTM species (e.g., MAC) responsible for disease both in HIV-positive and HIV-negative patients. The retrospective determination of the MICs of antimicrobial agents potentially active against slowly growing mycobacteria (online Technical Appendix Table 2 ) confirmed, for the 4 strains of M. sherrisii, the well-known multidrug resistance of the species (8) . The therapeutic failure was thus not surprising because clarithromycin was the only drug among those administered during the treatment that had been shown to be active in vitro. This report provides evidence that conducting appropriate microbiological investigations is essential before initiating a treatment with second-line TB drugs (9) .
